In the title compound, C 26 H 25 NO 6 S, the S atom shows a distorted tetrahedral geometry, with O-S- O [119.46 (9) ] and N-S-C [107.16 (7) ] angles deviating from ideal tetrahedral values, a fact attributed to the Thorpe-Ingold effect. The sulfonyl-bound phenyl ring forms dihedral angles of 41.1 (1) and 83.3 (1) , respectively, with the formylphenyl and phenyl rings. The dihedral angle between formylphenyl and phenyl rings is 47.6 (1) . The crystal packing features C-HÁ Á ÁO hydrogen-bond interactions.
For background to the pharmacological uses of sulfonamides, see: Korolkovas et al. (1988) ; Mandell & Sande (1992) . For the antifilarial activity of sulfonamide derivatives, see: Radembino et al. (1997) ; For related structures, see: Ranjith et al. (2009); Madhanraj et al. (2011) . For the Thorpe-Ingold effect, see: Bassindale et al. (1984) . 
Experimental

Crystal data
Refinement
R[F 2 > 2(F 2 )] = 0.044 wR(F 2 ) = 0.135 S = 1.02 5519 reflections 314 parameters 13 restraints H-atom parameters constrained Á max = 0.34 e Å À3 Á min = À0.36 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). 
1997
). In view of this biological importance, the crystal structure of the title compound has been determined and the results are presented here. The molecular structure of the title compound is shown in Fig. 1 .The S1 atom shows a distorted tetrahedral geometry, with O2-S1-O3 [119.4 (1)°] and N1-S1-C8 [107.1 (1)°] angles deviating from ideal tetrahedral values are attributed to the Thrope-Ingold effect (Bassindale et al., 1984) . The sum of bond angles around N1 (348.3°) indicates that N1 is in sp2 hybridization. The sulfonyl bound phenyl (C8-C13) ring forms dihedral angles of 41.1 (1)° and 83.3 (1)°, respectively, with the formyl phenyl (C1-C6) and phenyl (C18-C23) rings. The dihedral angle between formyl phenyl and phenyl rings is 47.6 (1)°. The geometric parameters agree well with those reported for similar structures (Ranjith et al., 2009; Madhanraj et al., 2011) . Crystal packing is stabilized by C19-H19···O5 and C24-H24A···O4 inter molecular hydrogen bond interaction. (Shown in Fig.2 ).
S2. Experimental
A solution of N-(formylphenyl)(4-methylbenzene)sulfonamide (1 mmol, 0.275 g) and potassium carbonate (1.5 mmol, 0.207 g) in acetonitrile solvent was stirred for 15 min at room temperature. To this solution, methyl(2Z)-2-(bromomethyl)-3-(4-methoxyphenyl)prop-2-enoate (1.2 mmol, 0.342 g) was added dropwise till the addition was complete.
After the completion of the reaction, as indicated by TLC, acetonitrile was evaporated. EtOAc (15 ml) and water (15 ml) were added to the crude mass. The organic layer was dried over anhydrous sodium sulfate. Removal of solvent led to the crude product, which was purified through pad of silica gel (100-200mesh) using ethylacetate and hexane(1:9) as solvents. The pure title compound was obtained as a colourless solid (0.426 g, 89% yield). Recrystallization was carried out using ethylacetate as solvent.
S3. Refinement
All H atoms were fixed and refined using a riding model with C-H ranging from 0.93 to 0.97 Å. The formylphenyl O1 (O1A, O1B) and H7 (H7A, H7B) atoms appear disordered over two sites with s.o.f 0.740 (4) and 0.260 (4), respectively.
O1A and O1B were refined with restraints in their anisotropic thermal parameters and C-O distances.
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Figure 1
The molecular structure of the title compound showing 30% probability displacement ellipsoids for non-H atoms
Figure 2
Crystal packing diagram. H atoms not involved in hydrogen bonding (dashed lines) have been omitted for clarity. 
Methyl (2Z)-2-{[N-(2-formylphenyl)-4-methylbenzenesulfonamido]methyl}-3-(4-methoxyphenyl)prop-2-enoate
Special details Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq Occ. (<1) S1 0.89631 (5) 0.51292 (5) 0.33325 (2) 0.04835 (15) (7) −0.0208 (7) 0.0137 (7) O4 0.0663 (9) 0.0500 (7) 0.0866 (10) 0.0013 (6) 0.0017 (8) −0.0059 (7) O5 0.0902 (10) 0.0450 (7) 0.0628 (8) −0.0074 (7) 0.0068 (7) 0.0127 (6) 
